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Assembly of the mitochondrial genome of the hydrothermal vent crab

Segonzacia mesatlantica and detection of potential nuclear pseudogenes
We assembled the mitogenome of the Bythograeid crab Segonzacia mesatlantica, We aligned the four available Bythograeidae mitogenomes Kim et al. 2015; Yang et al. 2010; Yang et al. 2013 ) and used Genious v.9.1.7 (Kearse et al., 2012) to define nine primers in addition to three universal primers LCOI, HCOI (Folmer et al. 1994) , and 12S-R (Simon et al, 1994) . These primers were used to amplify the whole mitogenome using a long-range amplification protocol. The products were sequenced using an Ion Torrent personal machine (PGM) (Life Technologies, Carlsbad, CA) with the Ion PGM™Hi-Q™ Sequencing Kit (Hinsinger et al. 2015) .
Reads were assembled by alignment with other Bythograeidae species.
The assembled mitogenome (KY541839) is 15,521-bp long. The base contents is similar to that of other Bythograeidae mitogenomes (33.8% A, 21.7% C, 10.5% G and 34%T). The annotation and boundaries of protein-coding genes (PCGs), determined with Geneious and checked with MITO webserver (Bernt et al. 2013b Libraries for a whole genome shotgun sequencing approach were generated using NEBNext® Fast DNA Fragmentation & Library Prep Set for Ion Torrent™ (E6285L, New England Biolabs), loaded onto Ion 316V2 chips and also sequenced on a Ion PGM Sequencing platform (Hinsinger et al. 2015) and yielded 347,961 reads with an average of 160 pb. Only 397 reads were successfully mapped on the newly assembled mitogenome (25% minimum similarity). Each read was manually checked.
Reads diverging by only a few nucleotides (sequencing errors or intra-specific polymorphism) were considered as mitochondrial reads. Reads for which the ORF gave misplaced stop codons or different amino acid pattern were considered as potential nuclear mitochondrial pseudogenes. Such potential pseudogenes were found for most of the genes, as already reported for other Bythograeidae crabs .
A preliminary phylogenetic tree is provided based on the alignment of the 62 available and non-redundant brachyuran mitogenomes (Figure 1 ). Based on this very incomplete taxonomic sampling the monophyly of Bythograeidae is well supported but relationships with other families are not resolved. 
